Azotobacter vinelandii 13 10 1083
Phaeospirillum molischianum 5 10 226186
Bacteroides thetaiotaomicron VPI-5482 11 10 272844
Pyrococcus abyssi GE5 10 10 285224
Chaetomium thermophilum var. thermophilum 7 10 interaction has homologs in one or more species. + Likelihood ratios are mapped to an annotation score between 0 and 1. The conversion of the likelihood ratio to the annotation score does not affect the ROC curve shown in Figure 6 . Figure S1 . Data coverage in HitPredict and mentha interactions. Figure S2 . Web interface of the HitPredict database. A) List of interactions for the protein MADS6 from rice (Oryza sativa Japonica Group) along with the interaction network and calculated reliability scores. Network nodes and edges are clickable and take the user to the corresponding proteins or interactions page. Edge color denotes interaction reliability. Details of the interaction highlighted in red are shown in (B). This interaction has a poor method score but a very high annotation score, making it high confidence. B) Details of the interaction between MADS6 and MAD57 showing information about the experimental method and the genomic features of the proteins, along with homologous interactions from A. thaliana used to calculate the reliability scores. C) List of interactions of an uncharacterized protein O25828 from the bacterium Helicobacter pylori. The details of the interaction highlighted in red with the protein DNAA are shown in (D). This interaction has a poor annotation score because one of the proteins is uncharacterized. However, it is supported by four publications and therefore, has a high method score, making it high confidence. D)
The details of the experimental support for the interaction between O25828 and DNAA from Helicobacter pylori.
